fig. S3
. Mean relative abundance of bacterial genera in the skin microbiome among the five cities in China. The mean relative abundances of the top 20 genera show differences between the compositions of megacity and non-megacity skin microbiomes. Especially, Propionibacterium and Staphylococcus were more abundant in megacities than non-megacities, and Bacteroides was the most abundant genus in Hohhot (see table  S2 ).
fig. S4. Principal coordinate analysis with weighted UniFrac distances.
Principal coordinate analysis derived from the weighted UniFrac distance metrics based on the 97%-similar OTUs of the bacterial community compositions across five cities (R 2 = 0.26, P < 0.001, analysis of similarity). fig. S9 . Comparison of predicted functional metagenomic profiling using PICRUSt between the megacity and non-megacity groups. The Nearest Sequenced Taxon Index (NSTI) was calculated for assessing the accuracy of PICRUSt, and the NSTI score of our data was 0.056 ± 0.016. An NSTI value below 0.06 generally means that the closely related reference genomes were applicable to the dataset. A multidimensional plot of the proximity matrix was calculated using random forest analysis of the PICRUSt results (out-of-box error rate = 7.79%, ntree = 100), showing a significant difference between the two groups.
fig. S10. The richness (observed OTUs) of the genus Staphylococcus in five cities. On each graph, an asterisk indicates a significant difference (*** P < 0.001, ** P < 0.01, * P < 0.05, Wilcoxon rank sum test). 
